
Optional Step 4: 
Formatting GWAS data using sumstats 



sumstats takes 7 key arguments:

1. files: The name of the summary statistics files. This should be the same as the name 
of the files used for the munge function in Step 1 above and the files should be in the 
same listed order used for the ldsc function in step 2.

2. ref: The reference file used to calculate SNP variance across traits. We use 1000 
genomes phase 3 that is available for download 
here: https://utexas.box.com/s/vkd36n197m8klbaio3yzoxsee6sxo11v.

3. trait.names: The names of the traits in the order that they are listed for the files.

4. se.logit: Whether the SEs are on a logistic scale. 

5. OLS: Whether the phenotype was a continuous outcome analyzed using an 
observed least square (OLS; i.e., linear) estimator. Not used here since all binary traits

6. linprob: Whether the phenotype was an outcome for which there are only Z-
statistics in the summary statistics file -or- it was a dichotomous outcome analyzed 
using an OLS estimator. 

7. N: A user provided sample size. When backing out a beta using the linprob 
argument this requires the sum of effective sample sizes. 

Flowchart on GitHub to help you figure out arguments for sumstats

https://utexas.box.com/s/vkd36n197m8klbaio3yzoxsee6sxo11v


The linear probability model argument 
for alcohol use

sumstats needs a beta and SE to perform analyses, but sometimes 
the summary data only has a Z-statistic (or it was a binary outcome 

analyzed as continuous). 

In these cases, linprob is set to TRUE for that trait and the sum of 
effective sample size is needed 



Examine end of full GWAS .log file

After merging across all summary statistics using listwise deletion, performing QC, and merging 
with the reference file, there are 5301314 SNPs left in the final multivariate summary statistics 
file

Running sumstats for all files took 9 minutes and 4.62626385688782 seconds

Please check the log file MDD_PTSD_ANX_ALCH_sumstats.log to ensure that all columns were 
interpreted correctly and no warnings were issued for any of the summary statistics files.
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